Shigella dysenteriae type 1 (Shiga bacillus) has been a cause of endemic and epidemic dysentery worldwide. Since 1960, major epidemics in Central America, Mexico, central Africa, and the Indian subcontinent resulted in an estimated 1 million cases and thousands of deaths. Factors affecting the emergence and decline of epidemics due to 5. dysenteriae type 1 are not well understood; however, shigellae are believed to have only a human or primate host and must continue at a low level in the population or be reintroduced from another source between epidemics.
Parsonnet et al. [1] reported a fivefold increase in the number of S. dysenteriae type 1 infections in the United States (US); 44 of 47 infected persons from whom travel histories were obtained had traveled to Mexico. Plasmid profiles and antibiotic resistance patterns revealed two dominant strains, one from the Yucatan Peninsula and one from northern Mexico. During the investigation, the following questions were raised: Was the epidemic strain related to strains previously isolated in Mexico and Central America or was a new outside strain introduced? Were the strains that caused disease among US travelers to the Yucatan Peninsula similar and were they related to isolates from travelers to other areas of Mexico? The objective of this study was to characterize the recent Mexican isolates and compare them with each other and with isolates from the earlier pandemic in Central America and other parts of the world. [2] with the following modifications: 4 mg/ml of lysozyme rather than 2 mg/ml was used to disrupt the cell walls and two rather than three ethanol precipitations were done. Precipitated plasmid DNA was resuspended in 50 pi of TE (0.01 MTris-HCl, pH 8.0, containing 0.001 MEDTA) and separated on a 0.85 % (wt/vol) agarose gel, stained with ethidium bromide (1 jug/ml) and photographed under UV illumination.
Materials and Methods

Bacteria
Antibiograms. Antimicrobial susceptibility testing was done by the modified Kirby and Bauer method [3] with chloramphenicol, trimethoprim, trimethoprim-sulfamethoxazole, tetracycline, sulfisoxazole, ampicillin, carbenicillin, streptomycin, and kanamycin.
Southern blot analysis. Southern blot analysis was done on all 83 isolates. Total cellular DNA was extracted according to the method of Owen and Boreman [4] or Maniatis et al. [5] . Southern transfer of DNA and DNA-DNA hybridizations were done as described by Maniatis et al. [5] . DNA-RNA hybridizations were done as described by Altwegg et al. [6] . The 1142-bp Shiga toxin/Shiga-like toxin I 
